Here, we present 95 metagenome-assembled genomes (MAGs) that harbor antimicrobial resistance genes, isolated from samples obtained in a large advanced wastewater reclamation facility prior to microfiltration. The MAGs were not in abundance after filtration at the facility and represent a useful resource to the water treatment community at large.
genetically by GTDB-Tk v0.3.0 (11) . Default parameters were used for all software unless otherwise noted. A total of 95 MAGs were selected after manual curation within Anvi'o and by DeepARG that contained 185 open reading frames putatively identified as antimicrobial resistance genes. Of note, two MAGs were identified by GTDB-Tk as belonging to the "Candidatus Gracilibacteria" and "Candidatus Patescibacteria" lineages (12) . Others identified included an unclassified Dongiaceae MAG that was previously associated with a wastewater treatment facility (13) . A more detailed list of assembly statistics and taxonomy of all MAGs can be found in Table 1 . As reported previously, no metagenomic sequence and therefore no MAGs were identified after barrier filtration within the a Taxonomy given was identified using GTDB-tk and is the taxonomy reported within the NCBI accession record. system due to a lack of sufficient extractable or amplifiable DNA (4) . Future work will further describe the ARGs and will identify non-ARG-containing MAGs and determine how they impact the operation of the OCWD AWPF. Data availability. Raw sequence reads are available under BioProject accession number PRJNA428383. Whole-genome sequences are available under the sequential BioSample accession numbers SAMN10026417 to SAMN10026511, which include annotations produced with the Prokaryotic Gene Annotation Pipeline (PGAP). Table 1 contains individual Web links to each bin assembly and annotation.
